Molecule shapes
inhibits Figure S4 : The networks represent the interaction between genes that were predicted to have disruptive SNVs obtained from miRNA analysis (a to f), RNAsnp analysis (g to l) and combination of both (m to r). The molecular function corresponds to each network is reported in Table 7 . The gene nodes were colored to differentiate the known (orange) and unknown (green) cancer-associated genes, and the color outside the node indicates whether the gene comes from miRNA (yellow) or RNAsnp (blue) or both.
